Supporting Tables S1. For each of the two datasets (mitochondrial and autosomal), 1,000 pseudoobserved simulations (pods) were generated by drawing parameters from the prior distributions of Table   2 . Then γ was estimated for each pods using the procedure described in the main text for real data and 5 indices of accuracy were recorded: the relative bias =
, the coverages 50 and 90, defined as the proportion of simulations in which the "true" value lies within the 50 (respectively 90) HDI around the estimate ̂, the factor 2 defined as the proportion of ̂ lying in an interval bounded by 50% and 200% of the "true"
. The results are presented for each range of and the grey line indicates the range where falls the estimation (mode of assimilation rate ) on the real data. 
